. The expression of SRSF2 mRNA in tissue samples. The graph shows results of qPCR analysis performed on control (C, n = 30) and tumour (T, n = 30) matched-paired tissue samples. Statistical analysis was performed using t-test. *** p < 0.001. a.u.-arbitrary units. Figure S2 . Immunohistochemical evaluation of SRSF2 protein in normal kidneys (upper panel, n = 3) and renal cancer (lower panel, n = 11). The data were retrieved on 29 August 2016 from Human Protein Atlas version 15, available from www.proteinatlas.org [16, [62] [63] [64] [65] [66] [67] [68] [69] [70] [71] [72] [73] [74] [75] . Figure S3 . The experimental setup of the study. On separate days three independent cell culture experiments were started, each in three replicates (cells seeded in three cell culture flasks). Then, after performing siRNA transfections (not shown), RNA was isolated from each cell culture flask separately. The study was performed in two steps. (A) Initial analysis: aim: to select genes potentially regulated by SRSF2. Initial analysis was performed only in Caki-2 cells. RNAs from three culture flasks per experiment were pooled. Pooled RNA samples were reversely transcribed using reverse transcriptase enclosed in RT2 Profiler Kit. Then, the obtained cDNA samples were used as templates in RT2 Profiler Apoptosis PCR Arrays; (B) Validation analysis: aim: to identify genes regulated by SRSF2. Validation analysis was performed on Caki-2, UOK171, KIJ-265T, and KIJ-306T cells. In case of Caki-2 cells, RNA samples obtained in Initial analysis were used. Each of the RNA samples obtained from each cell culture flask was separately reversely transcribed using RevertAid H Minus First Strand cDNA Synthesis Kit. Next, each of the cDNA samples was separately used as a substrate in real-time PCR that was performed with SYBR Green I Master in triplicates (technical replicates). Next, means were calculated from technical replicates. Then, three means of technical replicates, corresponding to three cell culture flasks were used to calculate a mean that corresponded to single independent experiment, and used for statistical analysis. 
